ABSTRACT Vibrio parahaemolyticus is the lead causative agent for seafood-borne human gastroenteritis. While its occurrence has traditionally been uncommon in Europe and the United Kingdom, rising sea surface temperatures have resulted in an increased prevalence. Here, we present the complete genome sequences of four novel V. parahaemolyticus strains isolated in the United Kingdom.
Technologies protocol (11) . Short reads were adapter trimmed using Trimmomatic v3.0 (12) with a sliding window quality cutoff of Q15. Long-read sequences were base called using the Guppy v2.3.5 FlipFlop algorithm and then demultiplexed and adapter trimmed using Porechop (https://github.com/rrwick/Porechop) with the following settings: -require_two_barcodes -discard_unassigned -discard_middle. Hybrid genome assembly was performed using Unicycler v0.4.7 (13) , and each assembly was uploaded to the Integrated Microbial Genomes (IMG) platform (14), developed by the Joint Genome Institute (JGI; USA) for annotation. Short-read coverage was calculated using BBMap v38.22 (https://sourceforge.net/projects/ bbmap/) with the following settings: idfilterϭ0.95 covstatsϭcovstats.txt. Long-read coverage was calculated by first using minimap2 v.2.17 (https://github.com/lh3/ minimap2) and SAMtools v.1.9 (http://samtools.sourceforge.net/) to create a bam file (minimap2 -t 16 -ax map-ont ϽassemblyϾ Ͻlong_readsϾ | samtools view -F 4 -buS | samtools sort -o long.sorted.bam) and then using BBMap's pileup.sh to calculate coverage (pileup.sh inϭlong.sorted.bam refϭref.fa outϭlong.covstats.txt). Default parameters for all software were used unless otherwise noted.
Each strain was found to have two chromosomes ( 
